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AMENDMENTS TO THE CLAIMS 
Tliis listing of claims will replace all prior versions, and listings of claims in the application. 

Listing of claim s 

1 . (Currently amended) A method for of identifying an individual who has a human 
baying an altered risk for developing an aui oinuniiiio disoaiio Rheumatoid Arthritis (RA). 
comprising detecting Uic presence o f a single nucleotide polymorphism (SNP) aa represented by 
ft-n ucl e otide oequonoo Doloctud from t he group oongiatinfi at position 101 of SEQ ID NOs NQ: 
5502 4 3379, 4392, 5116, 175 8 , and 4 9 1 4 or its complement thereof in said in dividuarg human's 
nucleic acids, wherein the presence of the SNP is correlated with indicative of an altered risk for 
autoimm une di se as e devc lopina R A in said human. 

2. -26. (Canceled) 

27. (New) The method of claim I in which said human is positive for rheumatoid 
factor (RF+). 

28. (New) The method of claim 1 in which said human is negative for rheumatoid 
factor (RF-). 

29. (New) The method of claim 1 iii which SEQ ID NO: 5502 is. contained within the 
genomic sequence of TRIP gene as represented by SEQ ID NO: 1 688. 

30. (New) The method of claim I in which the SNP to be detected is located at 
position 6497 of SKQ lU NO: 1688. 

3 1 . (New) The method ol' claim 1 in which said human's nucleic acids arc cjrtracted 
from a biological sample therefrom. 

32. (New) The method of claim 28 in which said biological .sample is blood. 
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33. (New) The method of claim 1 in which said human's nucleic aciiU are amplified 
before the detection is carried out 

34. (New) llie ttiethod of claim I in which detection is carried out by using detection 
rcagcnls comprising the nucleotide sequences of SEQ ID NO: 6629, SliQ ID NO: 6630, and SEQ 
ID NO: 6631. 

35. (New) The method of claim 1 in which dclcciion is carried out by a process 
selected from the group consisting of: allele-specific probe hybridization, allele-specific primer 
extension, allele-specific amplillcaiion, sequencing, 5* nuclease digestion, molecular beacon 
assay, oligonucleotide ligation assay, .size analysis, and single-stranded confomiation 
polymorphism. 

36. (New) A method of identifying a human having an increased risk for developing 
Rheumatoid Arthritis (RA), comprising detecting the presence of a smgle nucleotide 
polymorphism (SNP) at position 101 of SEQ ID NO: 5502 or its complement thereof in said 
human's nucleic acids, wherein the presence of the SNP is indicative of an increased risk for 
developing RA in said hiunan. 

37. (New) Tlie method of claim 36 in which said human is positive for rheumatoid 
factor (RF-H). 

38. (New) The method ofclaim 36 in which said human is negative for rheumatoid 
factor (RK-), 

39. (New) The method ofclaim 36 in which SEQ ID NO: 5502 is contained within 
the genomic sequence of TRIP gene as represented by SEQ ID NO: 1688. 

40. (New) The method ofclaim 36 in which the SNP to be detected is located at 
position 6497 of SEQ TD NO: 1 688. 
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4K fl^Iew) I'he method of claim 36 in which said human's nucleic acids are exti-actcd 
from a biological sample therefrom. 

42. (New) The method of claim 41 in which said biological sample is blood. 

43. (New) The method of claim 36 in which said human's nucleic acids are amplified 
before tlic detection is carried out. 

44. (New) The method of claim 36 in which detection is cairicd oul by using 
detection reagents comprising the nucleotide sequences oFSCQ ID NO: 6629, SEQ ID NO: 6630, 
and SEQ ID NO: 6631. 

45. (New) ITie method of claim 36 in which detection is carried oul by a process 
selected from the group consisting of: allelc-spcciiic probe hybridization, ailclc-specific primer 
e5ctension, alielc-spccilic amplification, sequencing, 5* nuclease digestion, molecular beacon 
assay, oligonucleotide ligation assay, size aiialysi.s, and single-stranded confonnation 
polymorphism. 

46. (New) A method of identifying a human having a decreased risk for developing 
myocardial infarction, comprising detecting the presence of a single nucleotide polymorphism 
(SNP) at position 101 of SliQ ID NO: 5502 or its complement thereof in said human's nucleic 
acids, wherein tlie presence oPT at position 1 01 of S1£Q ID NO: 5502 is indicative of a decreased 
risk for myocardial infarction in said human. 

47. (New) The method of claim 46 in which said human is positive for rheumatoid 
factor (RF+). 

48. (New) The method of claim 46 in which said human is negative for rheumatoid 
factor (RF-). 
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49. (New) The method of claim 46 in which SKQ ID NO: 5502 is contained within 
the genomic sequence of 1 RIP gene as represented by SEQ ID NO: 1688. 

50. (New) The method of claini 46 in which the SNP to be delected is located at 
position 6497 of SEQ ID NO: 1688. 

5 1 . (New) The method oFclaim 46 in which said human's nucleic acids are extracted 
from a biological sample therefrom. 

52. (New) The method of claim 5 1 in which said biological sample is blood. 

53. (New) The method ofclaim 46 in which said human*s nucleic acids are amplified 
before the detection is carried out. 

54. (New) The method of claim 46 in which dclcclion is carried Out by using 
detection reagents comprising the nucleotide sequences of SHQ ID NO: 6629, SiiQ ID NO: 6630, 
and SEQ ID NO: 6631. 

55. (New) The method ofclaim 46 in which detection is carried out by a process 
selected from the group consisting of: allcle-specific probe hybridization, allcle-specific primer 
extension, allele-spcciric amplification, sequencing, 5' nuclease digestion, molecular beacon 
assay, oligonucleotide ligation assay, size analysis, and single-stranded conformation 
polymorphism. 

56- (New) A method ofdetermining a human's risk for developing RA, comprising 
delecting a single nucleotide polymorphism (SNP) at position 101 of SEQ ID NO: 5502 or its 
compltjment thereof in said human*s nucleic acids, wherein tlie presence of C at position 101 of 
SEQ ID NO: 5502 is indicative of an mcreased risk for RA in said human, or, the presence of T 
at position 10 1 of SFQ 1 1 ) NO: 5502 is indicative of a decreased risk for developing RA in said 
human. 
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57. (New) ITie method of claim 56 in which said human is positive for rheumatoid 
tactor(RFf), 

58. (New) The method ol claim 56 in which said human is negative for rheumatoid 
factor (RF-). 

59. (New) The method of claim 56 in which SEQ ID NO: 5502 is contained within 
the genomic scqumce of TRIP gene as represented by SEQ ID NO: 1688. 

60. (New) llie method of ciaun 56 in which the SNP to be detected is located at 
position 6497 of SEQ ID NO: 1 6X8. 

61 . (Now) The method of claim 56 in which said humaa's nucleic acids are extracted 
from a biological sample therefrom. 

62. (New) The method of claim 61 in which said biological sample is blood. 

63. (New) The method of claim 56 in which said human's nucleic acids are amplified 
before the detection is carried out. 

64. (New) The method of claim 56 in whicli detection is carried out by using 
detection reagents comprising the nucleotide sequences of SEQ ID NO: 6629, SEQ ID NO: 6630, 
and SEQ ID NO: 6631. 

65. (New) The method of claim 56 in which detection is earned out by a process 
selected from tlie group consisting of: allele-specific probe hybridization, allele-specitlc primer 
extension, allele-specific amplification, sequencing, 3' nuclease digestion, molecular beacon 
assay, oligonucleotide ligation assay, size analysis, and single-stranded conformation 
polymorphism. 
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